Abstract. Previous studies have investigated the association between HOXA13 and non-small cell lung cancer. However, the role of HOXA13 expression in the occurrence and progression of lung adenocarcinoma (LUAD) has not yet been investigated. In the present study, HOXA13-related data mining of The Cancer Genome Atlas (TCGA), polymerase chain reaction (PCR) data from our cases and the case information in Oncomine was conducted for validation. The expression data of HOXA13 in lung cancer cell lines were also collected from the Cancer Cell Line Encyclopedia (CCLE) database for further verification. A comprehensive meta-analysis of the expression of HOXA13 was also performed, integrating the data of TCGA, in-house PCR and Oncomine. Genes that were co-expressed with HOXA13 were subsequently identified through cBioPortal and Multi Experiment Matrix (MEM), and the potential role and mechanism of HOXA13 in LUAD was investigated. The expression value of HOXA13 in the LUAD group, which comprised 237 cases, was 3.74±2.694, significantly higher than its expression value in the non-cancerous group (0.92±0.608, P<0.001). The pooled SMD for HOXA13 was 0.346 (95% CI, 0.052-0.640; P=0.068; I2=51.3%; P=0.021), The meta-analysis of diagnostic tests revealed that the area under the summary receiver operating characteristic curve (SROC) was 0.78 (95% CI, 0.75-0.82). The results demonstrated that HOXA13 is highly expressed in LUAD. In addition to the studies on HOXA13 expression in tissues, the expression data of HOXA13 in lung cancer cell lines were also collected from the CCLE database for further verification of these conclusions. Genes that were co-expressed with HOXA13 were identified for pathway analysis. The most enriched Gene Ontology terms in the genes co-expressed with HOXA13 were positive regulation of transcription from RNA polymerase II promoter, signal transduction and positive regulation of GTPase activity in biological process; cytoplasm, integral component of membrane and plasma membrane in cellular component; and significantly involved in protein binding, transcription factor activity, sequence-specific DNA binding and sequence-specific DNA binding in molecular function. Kyoto Encyclopedia of Genes and Genomes analysis revealed that these target genes were clearly involved in Pathways in cancer, Proteoglycans in cancer and cAMP signaling pathway. The hub genes obtained from the four protein-protein interaction networks were associated with HOXA13. The results of the bioinformatics research in the present study revealed that HOXA13 may influence the expression of these hub genes in such a way as to promote the occurrence and development of LUAD. In conclusion, the expression of HOXA13 in patients with LUAD and its potential clinical value were analyzed comprehensively in the present study using data from a variety of sources. Through bioinformatics analysis, evidence that HOXA13 may promote the occurrence and development of LUAD was obtained.
Introduction
Lung cancer is the primary cause of mortality for patients with cancer globally, and the incidence of lung cancer ranks first among all malignancies in China and worldwide (1) (2) (3) (4) . Lung cancer includes small cell lung cancer and non-small cell lung cancer (NSCLC). Lung adenocarcinoma (LUAD) is a type of NSCLC and is one of the most common types of lung cancer. It accounts for 20-30% of all types of primary lung cancer, and its incidence has surpassed that of squamous cell carcinoma in a number of countries (5) (6) (7) (8) (9) . At present, comprehensive treatment of LUAD in clinical practice utilizes multiple methods, including surgical treatment, radiotherapy, chemotherapy and molecular targeted therapy. Recently, relatively rapid improvement has been made in the treatment of LUAD, but the prognosis and treatment efficacy of LUAD remains insufficient. The overall 5-year survival rate for all types of lung cancer, including LUAD, remains very low (<15%) (10) (11) (12) (13) (14) . Therefore, it is essential to expand and improve understanding of the principal molecular mechanisms associated with LUAD.
Hox genes, also known as homeotic genes or homologous genes, are genes that specifically regulate the biological morphology of living organisms. The mammalian Hox genes are categorized into four clusters, Hox A, B, C and D; these clusters are arranged on different chromosomes and are located at 7p15.3 (HoxA), 17q21.3 (HoxB), 12q13.3 (HoxC) and 2q31 (HoxD) in humans. HOXA13 is a member of the HOX family (15, 16) . In recent years, the role of HOXA13 in cancer has been extensively investigated. It has been revealed that HOXA13 expression levels are associated with the occurrence of tumors of the digestive tract, gliomas, prostate cancer, cervical cancer, bladder cancer and ovarian cancer (17) (18) (19) (20) (21) (22) (23) (24) . There are currently only two studies on the role of HOXA13 in lung cancer. Sang et al (25) studied the association between the long non-coding RNAs (lncRNAs) HOTTIP and HOXA13 in NSCLC. Another study examined the critical genetic landmarks in early LUAD by utilizing high-density genomic arrays to detect increases in the copy numbers of genes located on the short arm of chromosome 7; that study led to the discovery of certain important genes that had not previously been identified, including HOXA13 (26) . However, the role of HOXA13 expression in the occurrence and progression of LUAD has not been investigated. The prevalence of big data [comprising data from TCGA (which collected and characterized high-quality tumor and matched normal samples from over 11,000 patients) and Oncomine (which including 729 datasets and 91,866 samples)] has also provided us with a novel opportunity to study the clinical significance of HOXA13.
The present study conducted HOXA13-related data mining of The Cancer Genome Atlas (TCGA; http://cancergenome. nih.gov/) and used the polymerase chain reaction (PCR) data from our cases and the case information in Oncomine (www.oncomine.org) for validation. In order to obtain a full illustration of the expression of HOXA13 in tissue samples representing different detection methods, the data of TCGA, in-house PCR and Oncomine were integrated to perform a comprehensive meta-analysis. In addition to the HOXA13 expression in tissues, the expression data of HOXA13 in lung cancer cell lines were also collected from the Cancer Cell Line Encyclopedia (CCLE) database (http://www.broadinstitute. org/ccle) for further verification. Genes that were co-expressed with HOXA13 were subsequently identified through cBioPortal and Multi Experiment Matrix (MEM; http://biit.cs.ut .ee/mem/), and the potential role and mechanism of HOXA13 in LUAD was investigated.
Materials and methods

Extraction and analysis of data from the TCGA database.
The raw data of rnaseqv2 in LUAD were downloaded from the TCGA database, including 237 cases of LUAD and 9 non-cancerous controls. Cases with expression values <1 were excluded. To further normalize the data, the HOXA13 expression values of the remaining cases were log2 transformed. The corresponding clinical parameters of the patients were subsequently extracted. 
Validation
Validation using reverse transcription-quantitative PCR data of the clinical samples in our hospital.
Paraffin-embedded LUAD specimens from patients that had undergone pneumonectomy at the First Affiliated Hospital of Guangxi Medical between January 2012 and February 2014 were collected and pathologically confirmed. A total of 29 cases with complete data were selected, including 20 males and 9 females; the ages of the patients were 23-90 years, mean age, 57 years. Lung cancer tissues and corresponding non-cancerous tissues were obtained from each patient. All specimens were removed, fixed for 48 h in 10% formaldehyde at room temperature, and the thickness of the specimens were 3 mm; they were subjected to routine embedding in paraffin. The present study was approved by the Ethical Committee of the First Affiliated Hospital of Guangxi Medical University, and all patients provided written informed consent for participation in the study. Total RNA was extracted from FFPE tissues using the RNeasy reagent (Qiagen China Co., Ltd., Shanghai, China) and was reverse transcribed in a final volume of 20 µl with random primers using the PrimeScript RT reagent kit (Takara Biotechnology Co., Ltd., Dalian, China), according to the manufacturer's protocols. SYBR Premix Ex Taq (Takara Biotechnology Co., Ltd.) was used to detect HOXA13 expression levels. The results were normalized to the expression of the internal reference gene, GAPDH, and calculated using the 2 -Δct method (31) according to the manufacturer's protocols of the Applied Biosystems Fast Real-Time PCR System (Applied Biosystems; Thermo Fisher Scientific, Inc., Waltham, MA, USA). The PCR procedure was: Initial denaturation at 95˚C for 10 min, denaturation at 95˚C for 10 sec; refolding for 5 sec at annealing temperature 60˚C; extension at 72˚C for 5 sec (total 40 cycles). The primer sequences were as follows: HOXA13, forward 5'-GAA CGG CCA AAT GTA CTG CC-3', reverse 5'-CGC CTC CGT TTG TCC TTA GT-3. GAPDH, forward 5'-TGC ACC ACC AAC TGC TTA-3' reverse 5'-GGA TGC AGG GAT GAT GTT C-3' (25). Statistical analysis. Data analysis was conducted with SPSS 24.0 software (IBM Corp., Chicago, IL, USA), and plots were created with GraphPad Prism 7 software (GraphPad Software, San Diego, CA, USA). The relative expression of HOXA13 is presented as the mean ± standard deviation. An independent Student's t-test was applied for the comparison of cancerous and non-cancerous samples, and paired t-text was used to comparison of cancerous and non-cancerous samples of PCR, one-way analysis of variance was used for the comparison of three groups and LDS-t test was used as a post hoc test. Correlations were analyzed by Spearman's correlation analysis. The associations between HOXA13 expression and the main clinicopathological characteristics of patients with LUAD were analyzed using the independent sample t-test, and alterations in expression between two groups were demonstrated by scatter plots. The diagnostic value of HOXA13 for LUAD was analyzed using the receiver operating characteristic (ROC) curve. The area under the curve (AUC) was calculated, and the Youden index [Youden index=sensitivity-(1-specificity)] was used to assess the optimal diagnostic threshold. The standard mean difference (SMD) with 95% CI was calculated using STATA 12.0 (StataCorp, College Station, TX, USA). If SMD>0 and its 95% CI does not cross the 0 value, it indicates that expression of HOXA13 in tumors is higher than in the non-cancerous tissues. Summary receiver operating characteristic (SROC) curve, sensitivity (SEN), specificity (SPE), positive likelihood ratio (PLR), negative likelihood ratio (NLR), diagnostic score (DS) and diagnostic odds ratio (DOR) were calculated using STATA 12.0. I2 test was used to test heterogeneity between each of the studies. It was considered that there would exist heterogeneity between studies when P-values were less than 0.05 or I2 values were more than 50%. The random-effects model or the fixed-effects model were used to synthesize the data. The correlations between HOXA13 and clinicopathological features and the expression of related genes were calculated using Pearson's correlation analysis. P<0.05 was considered to indicate a statistically significant difference.
Prediction of related genes. In MEM, the output option for each probe was set to 1,500 and the resulting similarity genes were then exported. Genes that were present in at least two probe groups were selected. cBioPortal (http://www .cbioportal.org/index.do) incorporates data from 126 tumor genome research projects, including TCGA, International Cancer Genome Consortium and other large tumor research projects, and includes data from 28,000 cases. The co-expression analysis module of cBioPortal is able to extract genes that are co-expressed with HOXA13; co-expressed genes are defined as genes associated with HOXA13 expression. The associated genes that were identified by MEM and cBioPortal were subjected to follow-up pathway analysis.
Gene enrichment and functional annotation evaluation.
The Database for Annotation, Visualization, and Integrated Discovery (DAVID; http://david.abcc.ncifcrf.gov/) was used to conduct relevant pathway analysis, and Gene Ontology (GO) analysis was performed for the functional annotation of the co-expressed genes. Three GO terms [biological process (BP), cellular component (CC) and molecular function (MF)] were utilized to identify the enrichment of target genes. GO terms and KEGG pathways with P-values <0.05 were considered statistically significant. The enrichment map of annotation analysis was drawn using Cytoscape version 3.3.0 (http://www .cytoscape.org/cy3.html).
The protein-protein interaction (PPI) network.
The genes involved in the first four pathways of the KEGG pathway analysis were selected for PPI analysis. Four PPI networks were established through a bioinformatics platform called STRING (http://www.string-db.org). The PPI data were downloaded from the STRING database, and a map of the complete PPI network was created. Hub genes, which may be recognized as highly connected genes in the network, were identified according to the value of degrees of each node. Genes with the first and second values of degrees in each PPI network were considered to be hub genes.
Correlation between HOXA13 and hub genes.
The log2 values of the expression values of HOXA13 and hub genes in the TCGA data were used for correlation analysis. GraphPad Prism version 5.0 (GraphPad Software, Inc.) was utilized to create the association diagram between hub genes and HOXA13 expression in the TCGA database, and scatter plots of hub gene expression in non-cancerous tissues and LUAD tissues based on the data from the TCGA database. The differences in the expression of hub genes in LUAD tissues and non-cancerous tissues were analyzed using the ROC curve. The AUC value was between 0.5 and 1.0.
Results
Expression of HOXA13 in the TCGA database.
The expression value of HOXA13 in the LUAD group, which comprised 237 cases, was 3.74±2.694, significantly higher than its expression value in the non-cancerous group (0.92±0.608; P<0.001; Fig. 1Aa and Table I ). The expression value of HOXA13 in the LUAD group was 4 times its value in the non-cancerous group. The diagnostic value of HOXA13 was calculated based on the ROC curve; the AUC value was 0.839 (95% confidence interval (CI), 0.765-0.913; P=0.001; Fig. 1Ab ). The cut-off value of HOXA13 expression was 1.27. The sensitivity was 76.4% and the specificity was 88.9%.
Validation of HOXA13 expression based on oncomine.
A total of four sets of data were obtained from Oncomine, including 'Hou Lung' (GSE19188, normal, 65 cases; LUAD, 45 cases), 'Selamat Lung' (GSE32863, normal, 58 cases; LUAD, 58 cases), 'Garber Lung' (GSE3398, normal, 6 cases; LUAD, 42 cases) and 'Okayama Lung' (GSE31210, normal, 20 cases; LUAD, 226 cases). In the study undertaken by Hou et al (GSE19188) (27) , a particular trend was observed and the relative expression of HOXA13 was higher in the LUAD tissue group than in the normal lung tissue group (Fig. 1Ba ), but this difference was not significant (P= 0.0583). The expression value of HOXA13 was significantly higher in the LUAD tissue group compared with the normal lung tissue group in the study undertaken by Selamat et al (GSE32863; Fig. 1Bd ; P=0.0026) (28), The expression of HOXA13 was lower in the LUAD cases compared with normal cases in the study undertaken by Garber et al (GSE3398; Fig. 1Bb ; P=0.1429) (29) . The opposite situation was demonstrated in the study undertaken by Okayama et al (GSE31210; Fig. 1Bc ; P=0.5131) (30) , consistent with the TCGA data obtained in the present study.
Validation based on RT-qPCR results of the clinical samples obtained at our hospital.
The expression of HOXA13 in the LUAD group (29 cases) was 0.21±0.150, slightly higher than that in the non-cancerous group (0.17±0.134; Fig. 1Ca ), but this difference was not statistically significant. The expression value of HOXA13 in the cancerous tissues was 1.3 times that in the non-cancerous tissues. HOXA13 was predominantly overexpressed in patients with lymph node metastasis, compared with expression in the non-metastatic group (0.28±0.138 vs. 0.15±0.138; P=0.020; Fig. 1Cb and Table II ). HOXA13 expression was not significantly correlated with other clinical parameters (Table II) . The present study also calculated the diagnostic value of HOXA13 for LUAD; the results demonstrated that the AUC was 0.590 (95% CI, 0.442-0.739; P=0.237; Fig. 1Cc ). The cut-off value for HOXA13 was 0.13. The sensitivity was 69% and the specificity was 55.2%.
Validation using cell line data from CCLE. A total of 191 lung cancer cell lines were selected. Each cell line had a corresponding value of HOXA13 expression. The heat-map for expression of HOXA13 in the lung cancer cell lines revealed that more than half of the bands were red, indicating overexpression of HOXA13 ( Fig. 2 ; Table III) .
Meta-analyses.
To obtain a comprehensive result of HOXA13 expression in LUAD, data from TCGA, Oncomine and in-house PCR were integrated, and a meta-analysis was performed. Using the random-effects model, the pooled SMD for HOXA13 was 0.346 (95% CI, 0.052-0.640; P=0.068; I2=51.3%; P=0.021; Fig. 3A) . The meta-analyses of diagnostic tests revealed that the AUC for the SROC of HOXA13 in LUAD was 0.78 (95% CI, 0.75-0.82; Fig. 3B ). The pooled SEN, SPE, PLR, NLR, DS and DOR of HOXA13 in these studies were 0.64 (95%CI, 0.31-0.88), 0.77 (95% CI, 0.55-0.90), 2.81 (95% CI, 1.72-4.58), 0.46 (95% CI, 0.22-0.97), 1.80 (95% CI, 0.92-2.68) and 6.05 (95% CI, 2.52-14.54), respectively ( Fig. 3C-H) . The aforementioned results demonstrated that HOXA13 was highly expressed in LUAD, based on 6 independent studies and 826 cases. Prediction of related genes and gene-enrichment and functional annotation analyses. There were 20,437 genes co-expressed with HOXA13 in cBioPortal and 717 genes co-expressed with HOXA13 in MEM. A total of 679 genes were obtained in the intersection of the aforementioned two groups of co-expressed genes. The significantly enriched biological terms were identified by their P-values of less than 0.05 (Table III) . The results demonstrated that the target genes were most highly enriched in the following biological pathways: Steroid hormone-mediated signaling pathway, positive regulation of transcription from RNA polymerase II promoter, and negative regulation of transcription, DNA-templated (P<0.001; HOXA13-related genes were enriched in the following pathways: Proteoglycans in cancer, pathways in cancer, peroxisome and cAMP signaling pathway (Table IV) . To better understand the functions of these co-expressed genes, a functional network was built based on the results of functional analyses.
The PPI network. STRING 10.5 was used to conduct an online analysis of genes enriched in the first four KEGG pathways (proteoglycans in cancer, pathways in cancer, peroxisomes and the cAMP signaling pathway) and to construct a protein functional interaction network for related genes (Fig. 6 ). The nine genes were combined and eight different genes were obtained. We hypothesized that these eight genes, epidermal growth factor receptor (EGFR), Rac family small GTPase 1 (RAC1), acetyl-CoA acyltransferase 1 (ACAA1), catalase (CAT), enoyl-CoA hydratase and 3-hydroxyacyl CoA dehydrogenase (EHHADH), peroxisomal biogenesis factor 11α (PEX11A), calcium/calmodulin-dependent protein kinase IIγ (CAMK2G) and calcium/calmodulin-dependent protein kinase II∆ (CAMK2D), are the hub genes associated with HOXA13.
Correlation of the expression of HOXA13 with that of individual hub genes.
Based on the gene expression values in the TCGA database, the associations between the expression of Table III HOXA13 and that of each of the eight hub genes in the tissues of patients with LUAD were verified. HOXA13 expression was significantly positively correlated with the expression of three of the eight hub genes: RAC1 (r=0.2638; P<0.0001), EHHADH (r=0.2709; P<0.0001) and PEX11A (r=0.1274; P=0.0426). The correlation between HOXA13 expression and that of the other hub genes was not statistically significant (Fig. 7) .
The expression of hub genes in the TCGA database.
Expression of hub genes in normal and LUAD cases were as follows (normal, 59 cases; LUAD, 535 cases): Expression of EGFR in LUAD cases was lower compared with normal cases (P=0.5082; Fig. 8A ), the opposite was observed in RAC1 (P=0.0058; Fig. 8B ). Expression of ACAA1 in LUAD cases was lower compared with normal cases (P<0.0001; Fig. 8C ) and the same trend was observed in CAT (P<0.0001; Fig. 8D ). Expression of EHHADH in LUAD cases was higher compared with normal cases (P=0.5131; Fig. 8E ) and the opposite result was identified in PEX11A (P= 0.0003; Fig. 8F ). CAMK2G demonstrated a higher expression level in LUAD cases compared with normal cases (P=0.1305; Fig. 8G ) and the opposite result was observed in CAMK2D (P=0.7277; Fig. 8H ) The ROC curve of each of the hub genes was also calculated; the results demonstrated that the AUC of EGFR was 0.532 (95% CI, 0.482-0.583; P=0.415), the cut-off value for EGFR was 12.33, and the sensitivity and specificity were 83.1 and 42.6%, respectively. The AUC of RAC1 was 0.633 (95% CI, 0.581-0.685; P=0.001), the cut-off value for RAC1 was 13.84, and the sensitivity and specificity were 55 and 78%, respectively. The AUC of ACAA1 was 0.700 (95% CI, 0.65-0.75; P=0.0001), the cut-off value for ACAA1 was 10.96, and the sensitivity and specificity were 91.5 and 48.2%, respectively. The AUC of CAT was 0.989 (95% CI, 0.982-0.996; P=0.0001), the cut-off value for CAT was 13.2, and the sensitivity and specificity were 98.3 and 95.5%, respectively. The AUC of EHHADH was 0.532 (95% CI, 0.481-0.583; P=0.421), the cut-off value for EHHADH was 9.78, and the sensitivity and specificity were 26 and 100%, respectively. The AUC of PEX11A was 0.677 (95% CI, 0.626-0.728; P=0.0001), the cut-off value for PEX11A was 8.57, and the sensitivity and specificity were 88.1 and 53.1%, respectively. The AUC of CAMK2G was 0.563 (95% CI, 0.513-0.614; P=0.110), the cut-off value for CAMK2G was 11.29, and the sensitivity and specificity were 41.9 and 89.8%, respectively. The AUC of CAMK2D was 0.516 (95% CI, 0.688-0.468; P=0.563), the cut-off value for CAMK2D was 11.16, and the sensitivity and specificity were 96.6 and 30.5%, respectively ( Fig. 9A-H ; Table V) .
Discussion
Hox genes, which are also known as homeotic genes or homologous genes, are genes that specifically regulate the morphology of living organisms. HOXA13 is a member of the HOX family. In recent years, the role of HOXA13 in cancer has been widely studied (18, 19, 21, 32, 33) . There are only two reports on the expression of HOXA13 in LUAD.
One of these studies focused on the expression of HOTTIP in NSCLC and identified HOTTIP as a transcriptional regulator of HOXA13 in lung cancer cells (26) . Ectopic expression of HOTTIP was revealed to decrease the endogenous level of HOXA13, while HOTTIP knockdown increased the expression of HOXA13. This previous study did not focus on HOXA13 and did not consider the expression or clinical significance of HOXA13 in LUAD (25) . Another study examined changes in the copy number of genes in early LUAD and obtained evidence indicating that HOXA13 may be an important target gene in the progression of LUAC (26) . However, that study focused on gene amplification patterns and on target genes on the short arm of chromosome 7, and did not use combined case data to investigate changes in HOXA13 expression in LUAD. The present study utilized the LUAD patient sequencing data in the public TCGA database and for the first time revealed that the expression level of HOXA13 in LUAD tissues is significantly higher than that in non-cancerous lung tissues. The results were validated using the Oncomine online database and RT-qPCR data obtained from clinical samples. In order to obtain a comprehensive result, a meta-analysis was performed. The results of this fully demonstrated that HOXA13 has a markedly increased trend in LUAD. The expression data of HOXA13 in 191 different lung cancer cell lines were also collected from the CCLE online database for further verification of these conclusions. In addition, bioinformatics were used to study the mechanism by which HOXA13 promotes malignant biological behavior in LUAD occurrence and development, and revealed that HOXA13 promotes the progression of LUAD by controlling the expression of a series of genes that induce changes in certain important pathways. These results suggested that HOXA13 serves a vital role in the development and progression of LUAD and that HOXA13 may have clinical potential. The present study integrated data from a variety of sources, and the different detection methods used all suggested that HOXA13 is overexpressed in LUAD. Analysis of the TCGA data revealed that HOXA13 was expressed at a significantly higher level in cancerous tissues than in adjacent non-cancerous tissues. ROC curve analysis was used to demonstrate that a HOXA13 expression level of >1.27 suggested that the diagnosis was LUAD (AUC=0.839; P=0.001). This result indicated that HOXA13 serves a role in the development of LUAD and that it may be a prospective molecular biomarker for the diagnosis of LUAD. Oncomine was also used to validate these results. Among the four sets of data obtained from Oncomine, the expression values of HOXA13 in LUAD tissues were higher than those in normal tissues for the Hou (P=0.058) and Selamat (P=0.002) datasets, and the difference in the Selamat dataset was statistically significant. RT-qPCR was used to examine 29 LUAD tissues and 29 corresponding non-cancerous tissues. Although the expression of HOXA13 in the LUAD tissues tended to be increased, compared with that in the non-cancerous control tissues, the difference was not statistically significant. The reason for this may be that the number of cases analyzed was small. In order to acquire a comprehensive understanding of the clinical role of HOXA13 in LUAD, a meta-analysis was performed based on all cases from the TCGA database, the in-house RT-qPCR data and data from Oncomine, which included 189 non-cancerous lung tissues and 637 LUAD cases. The total SMD reached 0.346 (95% CI, 0.052-0.640). SMD >0 and its 95% CI did not cross the 0 value, which indicated that the expression of HOXA13 in tumor tissues was markedly higher than that in the non-cancerous lung tissues. The pooled sensitivity was 0.64 and the pooled specificity was 0.77. Furthermore, the results of the meta-analyses revealed that the DOR for HOXA13 in LUAD diagnosis was 6.05 and that the AUC was 0.78, indicating the variation in HOXA13 expression between non-cancerous and cancerous lung tissues (34, 35) . Additionally, in 192 lung cancer cell lines, distinct expression levels of HOXA13 were observed. These results demonstrated that HOXA13 expression is markedly increased in LUAD. Therefore, HOXA13 may be involved in the development of LUAD, but the results of the present study require validation by other independent cohorts and other detection methods.
The aforementioned results suggested that HOXA13 expression is associated with the development of LUAD, but the molecular mechanism of HOXA13 action remains unknown. Therefore, the present study attempted to predict the potential mechanism of HOXA13 action in LUAD using bioinformatics methods. To begin with, 679 genes associated with HOXA13 were identified through the cBioPortal and MEM databases. GO, KEGG and PPI analyses of these genes were conducted. Significant results were adopted according to the P-value provided by DAVID. It was revealed that these genes were most enriched in the cytoplasm, integral component of membrane, plasma membrane and extracellular exosome, which indicated a potential membrane-associated metabolism regulated by these genes. Furthermore, for biological process, these genes were significantly involved in positive regulation of transcription from RNA polymerase II promoter, signal transduction and positive regulation of GTPase activity, which contribute to RNA translation and transcription, and may be associated with cell proliferation. As for molecular function, the selected genes were significantly involved in protein binding, transcription factor activity and sequence-specific DNA binding, which exhibited a high tendency toward cellular invasion. Furthermore, in KEGG pathway analysis, the targeted genes were most associated with Pathways in cancer, Proteoglycans in cancer and the cAMP signaling pathway, which indicated that the potential HOXA13 co-expression genes may participate in the development of tumorigenesis in LUAD.
To further determine the role of HOXA13 in the occurrence and development of LUAD, the genes that were most highly enriched in the four KEGG pathways were selected for PPI network analysis. The hub genes obtained from the four PPI networks included eight genes: EGFR, RAC1, ACAA1, CAT, EHHADH, PEX11A, CAMK2G and CAMK2D. EGFR and RAC1 were revealed to be hub genes in PPI analysis of two pathways and are therefore particularly notable as co-expression genes for HOXA13. Among the eight genes, RAC1, EHHADH and PEX11A were significantly correlated Table V . Expression of hub genes in The Cancer Genome Atlas database.
Gene expression --------------------------------------------------------------------------------------------
Results of receiver operating characteristic with HOXA13, and ACAA1, CAT, CAMK2G, CAMK2D and EGFR were not significantly correlated with HOXA13. The present study further investigated the association between expression of hub genes in normal tissues and LUAD tissues based on the data from the TCGA database, and the results revealed that 4 of the 8 hub genes, RAC1, CAT, EHHADH and PEX11A, exhibited a significant difference in expression of HOXA13 between non-cancerous tissues and LUAD tissues. Additionally, ROC curves of these four hub genes exhibited larger AUCs, with statistically significant differences between non-cancerous tissues and LUAD tissues (P<0.05). Notably, two of these four genes, RAC1 (P<0.0001) and PEX11A (P=0.0426), have a relatively clearer correlation with HOXA13, compared with the others. This demonstrates that RAC1, a G protein, is a signal molecular switch that regulates a variety of cell activities and gene expression. RAC1 is involved in the modulation of phagocytosis, adhesion, cell movement, cell proliferation and axon formation (36) (37) (38) (39) . RAC1 serves a pivotal role in cancer angiogenesis, invasion and metastasis (40, 41) . There are ongoing in-depth studies on lung cancer clinical treatment using RAC1 as the target (39, 42) . The role of PEX11A and its association with cancer has not yet been reported. The results of the bioinformatics analysis in the present study demonstrated that HOXA13 may influence the expression of these hub genes in such a way as to promote the occurrence and development of LUAD. However, this hypothesis requires validation in future in vitro and in vivo experiments.
Mean ± standard deviation -------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
There are certain limitations to the present study. To begin with, the number of cases used for the investigation of HOXA13 was small and the results require validation in future studies with larger sample sizes. Additionally, the mechanism of HOXA13 was predicted and identification of the specific mechanism will require further in vitro and in vivo validation.
In conclusion, the expression of HOXA13 in patients with LUAD and its potential clinical value were analyzed comprehensively in the present study using data from a variety of sources. Bioinformatics analysis was used to obtain evidence that HOXA13 may promote the occurrence and development of LUAD.
